A widespread porcine epidemic diarrhea virus (PEDV) occurred in southern China during 2010 to 2012. A virulent field PEDV strain, GD-B, was isolated from a sucking piglet suffering from severe diarrhea in Guangdong, China. We sequenced and analyzed the complete genome of strain GD-B, which will promote a better understanding of the molecular epidemiology and genetic diversity of PEDV field isolates in southern China. P orcine epidemic diarrhea virus (PEDV), a positive-sense single-stranded RNA virus in the Alphacoronavirus genus (family Coronaviridae), causes acute diarrhea and dehydration in pigs (5, 6). During 2010 to 2012, a PED outbreak characterized by severe diarrhea, vomiting, and a high mortality rate in suckling piglets emerged in southern China (7). A virulent field PEDV strain, GD-B, was predominantly isolated from suckling piglets with severe diarrhea in Guangdong province in March 2012. In order to identify and characterize the PEDV variants in South China, the sequence of the complete genome of GD-B was determined.
P
orcine epidemic diarrhea virus (PEDV), a positive-sense single-stranded RNA virus in the Alphacoronavirus genus (family Coronaviridae), causes acute diarrhea and dehydration in pigs (5, 6) . During 2010 to 2012, a PED outbreak characterized by severe diarrhea, vomiting, and a high mortality rate in suckling piglets emerged in southern China (7) . A virulent field PEDV strain, GD-B, was predominantly isolated from suckling piglets with severe diarrhea in Guangdong province in March 2012. In order to identify and characterize the PEDV variants in South China, the sequence of the complete genome of GD-B was determined.
Rapid amplification of cDNA ends (RACE) was performed to capture the 5= and 3= ends of the viral genome, and the complete nucleotide sequence was determined by primer walking strategy. Phylogenetic analysis of the GD-B genome sequence indicated that the recent PEDV isolates prevailing in South China were different from foreign and other domestic strains. All new strains were clustered together on the same branch and far from the cluster of vaccine strain CV777. These data showed that the current PEDV isolates were constantly undergoing genetic variation in the continuous transmission, and it may be related to the poor efficacy of vaccine used in China. The present study will promote a better understanding of the molecular epidemiology and genetic diversity of PEDV field isolates in South China and help to prevent and control PEDV infection in future. Nucleotide sequence accession number. The complete genome sequence of PEDV strain GD-B has been deposited in GenBank under accession no. JX088695.
